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50 

MAIJFAIAWLILLLNL^ 
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F 
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( 50 ) PPKPQPCPPPSSSPKPPHVPKPPHYPKPPAVHP 

( 51 ) RKYSPTPFCPPVHKPPRYPPKPSPCPPPSSTPKPPHVPKPPHHPKPPWHP 
{ 1 ) RAESART 

(47) TPKHPKHPP QKPCPPPSHHGPKPPIVKP 

( 35 ) KPP KVKHPLPPLPPKHPPHVKP 

(41) PQHGGGGGGGSKPPPHHGGKGGGKPP 

(51) PK PP K PH PPP H PKPP VKP 

101 150 

(83) PHVPKPP-AVHPPHVPKPPWHPPI VHPPYVPK PPWKPP 

(101 ) PHVPKP PVHPPYVPKPPIVKPPIVHPPYVPK PPWKPPPYVPK 

{ 8 ) HHMFQP HPP- YVPKPPI VKPP I VHPPYVPK PPWKPP 

(75) PHVPRPP-IVHPPPIVSPPSTPKPPKTPPFTPKPPSPIPPIVSPP 

(57 ) PHTPMP PNPPAVKPPYVPK PPWEPP 

( 67 ) PHGGKGGGPPHHGGGGGGGGKSPPVVRPPPWVRP PPIIRPP-. 

(101) PHVPKP VHPPYVPKPPIV PPIVHPPYVPK . PPWKPP 

151 200 
( 122 ) — WKPPHVPKPPWPVTPPYIPKPPIVFPPHVPLPP — WPVTPPYVPK 
(144) PPWRPPYVPKPPWPVTPPYVPKPPWRPPYVPKPP — WPVTPPYVPK 

(44) PYVPKPPWRPPYVPKPP — WPVTPPYVLS 

(119) IVYPPITPTPPIVHPPVTPKPPSPTPPIVSPPIVY 

(83) YVPKPPWKPPYVPKP PWEPPYMP 

(109) PWYPPPIVRPPPITRPPIIIPPIQPPPVTT 

(151) V PPYVPKPPIVRPPYVPKPP WPVTPPYVL 
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201 250 

(168 ) P PIVFPPHVPLPPWPVTPPYVP — . KPPIVFPPHVPLPPWP 

(192 ) PPIVKPPIVFPPHVPLPPWPSPPPYVPSPPIVKPPIVFPPHVPLPPWP 

(73) HHCFP-TTVSTSSCTITTTLCTNTPIVN HQLFFHHMFFYLPWP 

(154 ) PPITPTPPWSPPIIPTPPIVSPPFVPN PPW 

(108) 
(140) 



PPGLLPP I TTPPG — LLPPVTTPPGLLP- 



(201) PP 



PIV PP V L P V SPPPIVP 



I F 



— PVTTPPG 
PL PWP 



251 300 
(208) VTPPYVPLPPWPVTPPFVPTPPIITPPTPTVPVPSPPSETPCPPPPPTV 

(242) VTPPYVQPP PIVTPPTPTPPIVTPPWSPPTP — PSETPCPPPPLVP 

(116) VTPPYVQPT TYCNSTNTNTSNWTPPTP — PSETLVLPPPLVP 

(18 6) IPPPYVPSP PWTPPIVPTPPTPCPP PPPPPAI 

(108) ; T ? 

( 173 ) LLPPIINTPP PVTVPPPSSGYPPYG PPSGG 

(251) VTPPYVQPP • P IV PP TPPTP PSET PPPP 
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301 350 

A (258) VP YPPPAQPTCS I DALKLGACVDyLGGLIHI GI GGSAKQTCCPLLQGLVD 

B (287) YPPTPPAQQTCS I DALKLGACVT)VLGGLI HI GI GGSAKQTCCPLLQGLVD 

C " (156). YP-PPPAQQTCS I DALKLGACVDVLGGLIH I GI GGSAKQTCCPLLQGLVD 

D (219) I P- S PPAQPTCPI DALKLGACVDVLGGLIHI GI GGSAKQTCCPLLGGLVD 

E (109) DT L KLGACVDLLGGLVHI GI G S SAKDT CCPVLQGLVD 

F (202) GGGGGGKQPTCPINALKLGACVDVLGGLIHIGLGNPVENVCCPVLQGLLE 

Consensus ( 301 ) P PPAQPTCS I DALKLGACVDVLGGLI HI G I GGSAKQTCCPLLQGLVD 

351 397 

A (308) LDAAVCLCTT IRLKLLNINLVI PLALQVLI D-CGKT PPEGFKCPSS - 

B ( 337 ) LDAAICLCTT IRLKLLNINLVI PLALQVLI D-CGKTPPEGFKC PAY- 

C ( 205 ) LDAAICLCTTIRLKLLNINLVIPLALQVLID— CGKTPPEGFKCPAS- 

D (268 ) LDAAICLCTTIRLKLLNINIILPIALQVLIDDCGKYPPKDFKCPST- 

E .* (146) LDAAVCLCTAIKVKLLNVNI 1 1 PIALQVLVG-CGKTPPSGFQCPA — 

F ( 252 ) LEAAVCLCTTIRLKLLNLNIFIPLALQALIT— CGINPPSGFVCPPLT 

Consensus (351) LDAAICLCTTIRLKLLNINIVTPLALQVLID CGKTPPEGFKCPAS 
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551 6 00 
(551) AAAAAC T AAAAAATAATTTCTCTCCT GAT TTATATGAAATGAGAT TTTTT ■ 

(1) CGCAATTTTTT 

(551) G AT TTTTT 

601 650 
{ 601 ) TGGAACATGAAGG-GTATTGATTTTTACCACCTTTTACACCT — TTCAAA 
(12) GTGAAGCT GAGGGAGGAT TGGATTTTACACCTAT T CAAAAGTCAT TCAAA 
(601) GAA TGA GG G ATTG TTTTAC C TT A A T TTCAAA 

651 700 

(648) G CCATTCAAGGATGAATATAGATTTTTGGGCGATCAAACAC 

(62) GTTTGTCCCTCCATTCAAGGATGAATGTAGATTTTTCAAGCATCAAACAC - 
(651) G CCATTCAAGGATGAAT TAGATTTTT ATCAAACAC 

701 75 ° 
(689) AAGAAT CAT T ACGATAACAT GCTTTGGAACACACACATGCTTAAATTAAT 
(112) AAGAAT GACT AGCAT AACATGCTTTGAAACCCACACA — CTTAAATTAAT 
(701) AAGAAT CA TA ATAACAT GCTTT G AAC CACACA CTTAAATTAAT 

751 800 

(739) GGTTGGAGTATCAAAT- TTTAAAAT —AT T GT TGTCAAT -ACAT ACCC 

(160) GTTAGGAATATCAAATCCAATATAAAATCATAGT TGTCAAT T ACATACTC 
(751) G T GGA TATCAAAT T TAAAAT AT GTTGTCAAT ACATAC C 

801 850 
(783) CGTCAATCTTCTTTTTTTTACCCAATAAACATTGAAATGTTGCTTCTTTC 
(210) AATCAAGTCCCTTTCTTTTACCCAATAAACATCAACATATTGCTTCTTCC 
(801) TCAA CTTT TTT T ACCCAAT AAACAT A AT TTGCTTCTT C 

851 900 

(833) GTTAAGCATAAAAACATCAAAGTCTA * — GCAAAATGTTGTTTTTGC 

(260) ATTAAGCATATAAACATCAAAGTCTAAAACTAGCAAAATGTTGTTTTTAG 
(851) TTAAGCATA AAACATCAAAGTCTA GCAAAATGTTGTTTTT 

901 950 
(877) GATGAGACAT TTCATA — TAGT T TAAAGGATGCATGATTCGATTACAAAA 
(310) GATGACAGATTTCAT ACATAGTT TAAAAGAT ACT TGAT TCGAT T ACAAAA 
(901) GATGACACAT T TCAT A TAGTTTAAA GAT C TGATTCGATTACAAAA 

951 C 1000 
( 925 ) ACAAAATACTAATAATTCTAGCACAAAGTTTAAAGCAAGATTATAAAGCT 
(360) AGAAATT ACCAATAGTT - TAGCACAAAGTCTAAAGCATAAT T A — AAGCA 
(951) A AAA TAC AATA TT TAGCACAAAGT TAAAGCA ATTA AAGC 
1001 1050 
(975) TCATAG-CATGTGGAT AT TCAT TTAGAAAT AT AGATT A-GAT TGCCCCTTT 

(407) TCA CATGTGCAGAT TTAT GAAAAAAAGATTAAGAT TGCCCCTTT 

(1001) TCA CATGTG A ATT AT GAAA A AGATTA GATTGCCCCTTT 
1051 1100 

.(1024 ) CATCAC GGGTC TAACAGCACCACTTGTCACTACATGTCAAAAA — TG 

(451) CATCAC GGGTCGAATAATAGCACTACT TGTCACTACATGT TAAAAAAATG 
(1051) CATCAC GGGTC TAA AGCAC ACTTGTCACTACATGT AAAAA TG 

1101 1150 
(1069) TCCTCTAGTACAGCACCGCTTTTTACTTGATTCCCCTTGTCCATGCATGA 

(501) TCCTCTAGTACATCAAACTTTTTCCATTGATTCCCCTTATCC ATGA 

(1101) TCCTCTAGTACA CA TTTT TTGATTtCCCTT TCC ATGA 

1151 1200 
( 1119 ) AAAAAA.TCAAAACAATATTTGGACACACAAACTTGCCCCCACTTTCCTTT 
(547) AAAAAA.TAAACAAATT CT TAAGACACAAAAAAAT GGCCCCACAT -CCTTT 
(1151) AAAAAA.T AA A A T TT GACACA AAA TG CCCCAC T CCTTT 
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1201 1250 
B (1169) TTCTTTCTGCCCTAGTTTGTTTGAGACTCATATTGATCAAATTTGGCTAT 

A (596) TTTCTGGCCTAGTTTGTTTGA 

Consensus (1201) TTTCTG CCTAGTTTGTTTGA 

1251 1300 

B (1219) GAATTCAAAC^AAAAATTCACTCTACCCATTGCATGTGT GGGGCCCA 

A (617) A TTCATTCTAACTCTTGAATATGTAACGAGGCCCA 

Consensus (1251) A TTCA TCTA C TTG AT TGT G GGCCCA 

1301 1350 
B (12 66) CATATAAAT CCATGAAGGATT TCAATGTCCATCCAAGT CAATGAT TCAAC 

A ( 652 ) C-TAAAAATCAAT CAATGAT TTAAC 

Consensus (1301) C *TA AAATC AT CAATGATT AAC 

1351 1400 
B (1316) ' AT AT ATAACAT TGAATAATT TAATTCCAATTTGCAGT ATTATGATT T AGA 

A (67 6) ATAAAAAA TGAATAGTTTAATTCCAATTTGC 

Consensus (1351) ATA A AA TGAATA TTTAATTCCAATTTGC 

1401 1450 
B (1366) TTGATTGCTGCAATACGGTCCGTGAATGTGATCACTGACGAGAAAGAGGT 

A (707) TGCAACATGGTCCGTGAATATGA CTCACGAGAAAGATAT 

Consensus • (1401) TGCAA A GGTCCGTGAAT TGA CTCACGAGAAAGA T 

1451 1500 
B . (1416) ATCAAAATTTCAAGGTATTTTATTTATTTTTAACAAATAAAATTTCAAGG 

A (746)' ATCAAAATATCAA AATTTCATAG 

Consensus (1451) ATCAAAAT TCAA AATTTCA G 

1501 1550 
B (14 66) TCTTGTTCACCATATAAACCTCCTCACTCACACCCAATTCTCTTAAGTGT 

A (769) TTTTTTTCACCATATAAACCTCATCACTCATTC — TATTTTTTTAAGTGC 

Consensus ' (1501) T TT TTCACCATATAAACCTC TCACTCA C ATT T TTAAGTG 

1551 1600 
B (1516) ATGACTTCATAGTAC — ACTACACTACTTTCTTTGAAACATGGCTAACTA 

A (817) AAAGCTTCATAGTAGTGAGCACACACATTACACTAAAATCTTCGAAACTT 

Consensus (1551) A CTTCATAGTA A ACAC TT C T AAA T AACT 

1601 1650 
B (1564) TGCTCTAGCCAATGTTTTCATCCTTCTCTTGAACTTGAGTACCTTACTCA 

A (867) A 

Consensus (1601) 
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CTTTTCAAGAATCATGCCCATGTCAAGTGTAAAACAGGTTTACCTCT 

AAGCTT T T GAACAATC AT GCCCATGTCAAGTGTAAAACAGGTTTACCT CT 
AAGCTTTTCAACAATCATGCCCATGTCAAGTGTAAAACAGGTTTACCTCT 
AAGCTTTTCAAC^TC^TGCCCATGTCAAGTGTAAAACAGGTTTACCTCT 
51 100 
CTTAAATAACCGTATTAAAATGCTGAATGATGTATATATGTGGGTTCAAA 
C TTAAAT AACC GTATTAAAAT GCT GAATGAT GTATAT ATGTGGGT T CAAA 
CTTAAAT AACCGTAT TAAAAT GCT GAATGAT GT ATAT ATGTGGGT TCAAA 
CTTAAATAACCGTATTAAAATGCTGAATGATGTATATATGTGGGTTCAAA 
101 150 
T T ACAT AAT T T G T AAGT ATGT T ACACATT GTAT AAAT ATGTTT TAGAGAA 
TTACATAATTTGTAAGTATGTTACACATTGTATAAATATGTTTTAGAGAA 
T T ACAT AAT T TG TAAGTATGTT ACACATT GTAT AAAT ATGTTT TAGAGAA 
TTACATAAT TTG TAAGT ATGTT ACACAT T GTATAAAT AT GTT T TAGAGAA 
151 200 
AAATGT AAAC TT AT AT GT CTAAAGT T AT AAAAGAAACATGTCCAACACAT 
AAATGT AAACT T ATAT GT CT AAAGT T AT AAAAGAAACATGTCCAACACAT 
AAAT GTAAACT TAT ATGT CTAAAGT TAT AAAAGAAACATGT CCAACAC AT 
AAATGT AAACTT AT AT GT CTAAAGT T AT AAAAGAAACATGT C CAACAC AT 
201 250 
TTCAGT T AAGAT TTAAAT AGTAT AAATTAAAAATT AT CGAT GAT GACAAA 
T TCAGT T AAGATTTAAAT AGTAT AAATT AAAAATTAT CGATGAT GACAAA 
T TCAGT T AAGAT TTAAAT AG T ATAA- TTAAAAATTATCGATGAT GACAAA 
T TCAGT T AAGAT T T AAAT AGTAT AAATTAAAAATTAT CGATGAT GACAAA 
251 300 
AAATT GTAAATATAATT CAT T TT AAAAAAAGTT AAGAAATTGAAAAAGGA 
AAATTGT AAAT AT AATT C AT T TT AAAAAAAGT T AAGAAATT GAAAAAGGA 
AAATTGT AAAT AT AATT C ATT T T AAAAAAAGT T AAGAAATT GAAAAAGGA 
AAATTGTAAATATAATT CATTTTAAAAAAAGTTAAGAAATTGAAAAAGGA 
301 350 
AATAT CGAGAAAAAAAT ATGTCGAT TATATATAT GT GT GAGCT GAGTGAA 
AAT AT C GAGAAAAAAAT AT GTCGAT TATATATAT GT GT GAGCT GAGTGAA 
AATATCGAGAAAAAAATATGT CGAT TATAT ATATGT GTGAGCTGAGTGAA 
AATATC GAGAAAAAAAT ATG T CGAT TATATATAT GT GT GAGCTGAGTGAA 
351 400 
T ATATAT GTATATTT T AT TT TT GAC T GAAT ATAT GT GTGTATAGACAAT A 
TAT ATAT GT ATATTT T AT T TTT GAC T GAAT ATAT GT GTGTATAGACAATA 
TATATAT GTATAT T T T AT TTT T GAC T GAAT ATAT GT GTGTATAGACAATA 
TAT ATAT GTAT ATT T TAT T TT TGAC TGAAT ATATGT GTGTATAGACAAT A 
401 450 
ATGCGCAGAATGCCGATCGATGAATTGTTTACTGCATTTCCAAATATGTG 
AT GCGCAGAAT GCC GAT C GAT GAAT TGTT TACT GCAT TTCCAAAT AT GT G 
AT GCGCAGAAT GCCGAT C GAT GAAT TGTT T AC T GCAT TTCCAAAT AT GT G 
ATGCGCAGAATGCCGATCGATGAATTGTTTACTGCATTTCCAAATATGTG 
451 500 
TGCATAAGCGTTCCACATGTCACCCATGTTGTAATTAGTTTCTTCCCTGG 
TGC^TAAGCGTTCCACATGTCACCCATGTTGTAATTAGTTTCTTCCCTGG 
TGCATAAGCGTTCCACATGTCACCCATGTTGTAATTAGTTTCTTCCCTGG 
TGCATAAGCGTTCCACATGTCACCCATGTTGTAATTAGTTTCTTCCCTGG 
501 550 
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SEQ ID NO: 9(498 

SEQ ID NO: 8(501 
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SEQ ID NO: 
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SEQ ID NO: 
SEQ ID NO: 
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Consensus 

SEQ ID NO: 
SEQ ID NO: 
SEQ ID NO: 
Consensus 



9(598 
8 (601 

7 (600 
(601 

9(648 

8 (651 

7 (650 
(651 

9(692 

8 (695 

7 (700 
(701 

9(742 

8 (745 

7 (750 
(751 

9(792 

8 (795 

7 (800 
(801 

9 (842 

8 (845 

7 (849 
(851 

9 (892 

8 (895 

7 (899 
(901 

9 (942 

8 (945 
7(948 

(951 



ATGAATT ACTAAGAAACAGAT TGAT T GAT AGT ACTAT ATT AAATT ATGTA 
ATGAATT ACTAAGAAACAGAT TGATT GAT AGTACTATATTAAAT TATGTA 
ATGAATT ACTAAGAAACAGATTGAT T GATAGTACTAT ATTAAATTATGTA 
ATGAAT T ACTAAGAAACAGAT TGAT T GATAGTACTAT ATTAAATTATG TA 
551 600 
GCT TT ACATGT CAGGAAAAT GTAGT TGCAG TAT TAT GTAAT GTAATTAAT 
GCT T TAG ATGT CAGGAAAAT GTAGT TGCAGTAT TAT GTAAT GT AATTAAT 
GCT TTACATGT CAGGAAAAT GTAGT TGCAG TAT TAT GTAAT GTAATTAAT 
GCT T TACAT GT CAGGAAAAT GTAGT T GCAGT AT TAT GTAAT GTAATTAAT 
601 650 
AGGAAGT CACAGACAATT T GAAGACAATTT CT TTAGCT TACCT ATCTCAT 
AGGAAGTCACAGACAATTTGAAGACAATTTCTTTAGCTTACCTATCTCAT 
AGGAAGTCACAG ACAATT TGAAGACAATTT CT T TAGC T TAC CT ATCT CAT 
AGGAAGT CACAGACAAT T TGAAGACAAT TT CTTTAGC T TACC T ATCTCAT 
651 700 

GCCACAATTATGTACTTACGACAGTAAAATGTTTAAAAGCAAAA 

GCCACAATT AT G TACT T ACGACAGT AAAAT GTTTAAAAGCAAAA 

GCCACAATTAT GTACT T ACGACAGT AAAAT GT TTAAAAGCAAAAGCAAAA 
GCCACAATTAT GTACT T ACGACAGT AAAAT GTTTAAAAGCAAAA 
701 750 
AAAAGAAAGAAGAAGAAGAAGTAATAAATGGAATTATATAGAATGTACTC 
AAAAGAAAGAAGAAGAAGAAGT AATAAAT GGAATTAT ATAGAATGTAC TC 
AAAAGAAAGAAGAAGAAGAAGT AATAAAT GGAATTAT ATAGAATGTAC TC 
AAAAGAAAGAAGAAGAAGAAGT AATAAAT GGAATTAT ATAGAATGTACTC 
751 800 
TTT GTCTTCAT CTGCC CT AT AAT TCCT GCAGCAGCCAAAGCATAAT AGCA 
TTTGTCTTCATCTGCCCTATAATTCCTGCAGCAGCCAAAGCATAATAGCA 
TTTGTCTTCATCTGCCCTATAATTCCTGCAGCAGCCAAAGCATAATAGCA 
TTT GTCT T CAT CTGC CCT ATAAT TCCT GCAGCAGCCAAAGCATAATAGCA 
801 850 
TGCAATAT GCAC ATAT T C GT TT T AGGC T TTTAGCCT CCACGAT CT GT T AA 
TGCAATATGCAC ATAT T C GT TT TAGGC TT T TAGCCTCCACGAT CT GT TAA 
TGC AATATGCACATAT T CGT TT T AGGC TT T TAGC - TCCACGAT CT GT TAA 
TGCAATATGCACATATTCGTTTTAGGCTTTTAGCCTCCACGATCTGTTAA 
851 900 
TGGAAAG T GAAAAGTAAGAGAT ATGAAG TT CATT ATGGCAGCCATGGT CC 
TGGAAAGT GAAAAGTAAGAGATATGAAGTT CATTATGGCAGCCAT GGT CC 
TGGAAAGT GAAAAGT AAGAGATATGAAGTTCATTATGGCAGCCAT GGT CC 
TGGAAAGT GAAAAGTAAGAGATATGAAGTT CATTATGGCAGCCAT GGT CC 
901 950 
CAGGGAAGCACTAGAAGATATGAAATGACATAAAAGGTCACCATGCATAA 
CAGGGAAGCACTAGAAGATATGAAATGACATAAAAGGTCACCATGCATAA 
CAGG GAAGCAC T AGAAGATATGAAATGAC - TAAAAGGT CACCATGCAT AA 
CAGGGAAGCACTAGAAGATATGAAATGACATAAAAGGTCACCATGCATAA 
951 1000 
TGCT TTAAATGCTTGCTATAGAATCAAAAAATGAAGAGATGTGACAAATT 
TGCTTTAAATGCTTGCTATAGAATCAAAAAATGAAGAGATGTGACAAATT 
TGCT TTAAATGC TT GC TATAGAATCAAAAAATGAAGAGAT GT GACAAATT 
TGCTTTAAATGCTTGCTATAGAATCAAAAAATGAAGAGATGTGACAAATT 
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SEQ ID NO: 
SEQ ID NO: 
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SEQ ID NO: 
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SEQ ID NO: 
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SEQ ID NO: 
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SEQ ID NO: 
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SEQ ID NO: 
SEQ ID NO: 
SEQ ID NO: 
Consensus 

SEQ ID NO: 
SEQ ID NO: 
SEQ ID NO: 
Consensus 

SEQ ID NO: 
SEQ ID NO: 
SEQ ID. NO: 
Consensus 



9(992) 
8 (995) 
7 (998) 
(1001) 

9 (1042 
8 (1045 
7 (1048 
(1051 

9 (1092 
8 (1095 
7 (1098 
(1101 

9 (1142 
8 (1145 
7 (1148 
(1151 

9(1192 
8 (1195 
7 (1198 
(1201 

9 (1242 
8 (1245 
7 (1239 
(1251 

9 (1292 
8 (1295 
7 (1289 
(1301 

9 (1342 
8 (1345 
7 (1338 
(1351 



1001 1050 
GT T ACATCTAAT ACGCAATAAT T T G ACAAAGACGAC TAT GCGT T TATATA 
GTT ACAT CTAAT ACGCAAT AATTT GACAAAGACGAC TAT GCGT TT AT AT A 
GTTACATCTAATACGCAATAATTTGACAAAGACGACTATGCGTTTATATA 
GTTACAT CTAATACGCAATAATTTGACAAAGACGACTATGCGT TTATATA 
1051 1100 
TT TAT T T T AAT T AGT T GGCGTCT C T TAT T AT AAAGAAAAT AAGGGCAGT G 
TTTAT T TT AAT T AGTT GGC GTCT C T TATT ATAAAGAAAATAAGGGCAGT G 
TTTATTTTAATTAGTTGGCGTCTCTTATTATAAAGAAAATAAGGGCAGTG 
TTTATT TT AAT T AGT T GGCGT CT C T TAT T ATAAAGAAAAT AAGGGCAG T G 
1101 1150 
TCAACATTTCCAGGCAACTAGTTAGTTATTTTATTTTCTTGTTTATAATT 
T CAACATTT CCAGGCAACT AGTT AGTTATTT TATT TTCT T GT T TAT AAT T 
TGAACATTTCCAGGCAACTAGTTAGTTATTTTATTTTCTTGTTTATAATT 
T CAACAT TTCCAGGCAAC TAGTT AGTT AT TT TAT T TTCT T GT T TATAATT 
1151 1200 
ATTTCCATATAGCTAGCTGTCTCTATCTAATCCAAATCCGCTTTCCACAA 
ATTTCCATATAGCTAGCTGTCTCTATCTAATCCAAATCCGCTTTCCACAA 
ATTTCCATATAGCTAGCTGTCTCTATCTAATCCAAATCCGCGTTCCACAA 
ATTTCCATATAGCTAGCTGTCTCTATCTAATCCAAATCCGCTTTCCACAA 
1201 1250 
CCAACTTGGTC GCATT GGT CCAAAAAACT CAAT AT CAAT ATT TT CGAAAT 
eCAACTTGGTCGCATTGGTCCAAAAAACTCAATATCAATATTTTCGAAAT 

CCAACTTGGT CCAAAAAACT CAAT AT CAAT ATT TTCAAAAT 

CCAACT TGGT CGCAT T GGT CCAAAAAACT CAAT AT CAAT ATT TTCGAAAT 
1251 1300 
AGT T TT AGCAT T GTT T AGGAAGAGAAT T GT AAGAGATAAAAT CTAAG TAC 
AGTTTTAGCAT TGTTTAGGAAGAGAATTGTAAGAGATAAAAT CTAAGTAC 
AGTTTT AGCATT GT T TAGGAAGAGAATT GT AAGAGATAAAAT C TAAGT AC 
AGT TTT AGCAT T GT T TAGGAAGAG AAT T GT AAGAGATAAAAT C TAAG TAC 
1301 1350 
T CCACC T ACCAAGATAAAAT AGTT GGAT AAAT GGGT AAAAAAAGTTGTAT 
T CCACC TACCAAGAT AAAAT AGT T GGAT AAAT GGGTAAAAAAAGTTG TAT 
T CCACC TACCAAGAT AAAAT AGT T GGAT AAAT GGGT AAAAAA- GTTGT AT 
T CCACC TACCAAGAT AAAAT AGTT GGAT AAAT GGGT AAAAAAAGTTGTAT 
1351 1393 

AAAGGGCAACACTACCTCTCCTAATGGCAGTA 

AAAGGGCAACACTACCTCTCCTAATGGCAGTACCAAAACCCAAG 
AAAGGGCAACACTACCTCTCCTAATGGCAGTACCAAAACCCAAG 
AAAGGGCAACACTACCTCTCCTAATGGCAGTACCAAAACCCAAG 



Fig. 8c 



WO 2005/085450 PCT7EP2005/002052 



13/13 




SnaBI 



Fig. 9 



